Introduction
Sunflower (Helianthus annuus L.) is one of the widely grown oilseed crop around the world. It is one of the useful contingent crops especially under rainfed cultivation owing to its day neutral nature and tolerance to temperature and soil moisture regimes (Natikar et al., 2013) . Soybean, groundnut, rapeseed, mustard are the major competitors of Sunflower at global level. India is the fourth largest sunflower growing country among the world. Sunflower oil contains 40-45% of edible along with high concentration of poly unsaturated fatty acids and it is recommended for heart patients. Two types of Sunflower are available in market viz., oil seed and confectionary type. Confectionary type of Sunflower is largely grown in Argentina. In European countries, kernels of confectionary sunflower are used in bakery products. As the seeds of confectionary sunflower is larger compared to oil seed type, the main aim of confectionary sunflower breeding is to develop low hull content lines with high yielding ability. The success of any crop improvement programme in meeting the various objectives is dependent upon availability of necessary genetic variation and to produce with latest technologies present in global era. Coefficient of variability, heritability and genetic advance helps to find the amount of genetic variability in population. Sodium azide is safe and it creates point mutations in the genome of plants through metabolite and thus produced protein in mutant plants has different function compared to the normal plants (Khan and Goyal, 2009 ).
Materials and Methods
For current study, the seeds of three Confectionary sunflower genotypes viz., EC 625693, EC 318761, SCG 62 were treated with different concentrations (100 ppm, 200 ppm and 300 ppm) of sodium azide for four hours in distilled water along with control. The treated seeds were sown for raising M 1 generation during Rabi 2016 at Experimental farm, College of Agriculture, Latur. The seeds of selected M 1 plants were sown in randomized block design in two replications with control. The plot was sown on the basis of plant to row progenies with a spacing of 60 × 30 cm. The field conditions were similar as that of M 1 generation. All recommended package of practices was followed. The observations were recorded on eight quantitative characters viz., days to 50% flowering, days to maturity, plant height, head diameter, seed filling percentage, hull content, 100 grain weight and seed yield per plant. The analysis was based on the model suggested by Panse and Sukhatme (1985) . The genotypic (GCV) and phenotypic (PCV) coefficients of variation (Burton and Devane, 1953) , heritability in broad sense (Johnson et al., 1955) and genetic advance (Allard-1960) were computed by using standard statistical methods. Cvejic et al., (2015) in sunflower and Gunasekaran and Pavadai (2015) in groundnut for days to 50% flowering and Khan and Goyal (2009) in mungbean and Kulmi and Mogali (2016) in linseed for days to maturity. Head diameter and test weight of EC 625693 in all three treatments showed positive shift in mean values as compared to their control. The results are in conformity with findings of Jagadeesan et al., (2008) and Cvejic et al., (2015) for head diameter and Jagadeesan et al., (2008) for test weight. In both the genotypes, EC 625693 and EC 318761 100 ppm treatment of sodium azide increased mean values for head diameter, seed filling percentage, test weight and seed yield per plant. However, the remaining treatments showed either positive or negative shift in mean values as compared to their respective control for most of the traits. Cvejic et al., (2015) in sunflower and Roychowdhury et al., (2012) in mungbean reported positive shift in mean value for seed yield per plant in mutant population. It is evident from the results for days to 50% flowering and days to maturity in treated populations, had low genotypic and phenotypic coefficient of variation which reveals the presence of narrow range variability for these characters and restricting the scope of selection. Similar results in sunflower were earlier reported by Khan et al., (2007) , Kalukhe et al., (2010) , Kumar et al., (2011 ), Makane et al., (2011 ), Sudrik et al., (2014 and Rani (2016) . For days to 50% flowering, high heritability coupled high low genetic advance as percent of mean was recorded by 200 ppm followed by 100 ppm of SCG 62 and for days to maturity, 200 ppm of EC 625693 followed by 300 ppm of SCG 62, respectively indicating of non-additive interaction. Arshad (2010) elucidated similar findings for days to 50% flowering and days to maturity with high heritability and low genetic advance as percent of mean in sunflower.
Results and Discussion

Analysis
The traits like plant height, head diameter, seed filling percentage, hull content and 100 grain weight exhibited moderate genotypic and phenotypic coefficient of variation by most of treatments. The above results are in agreement with Rani (2010) in sunflower for plant height, head diameter and seed filling percentage. Whereas, Natikar et al., (2013) observed similar reports for hull content and 100 grain weight in sunflower with moderate variability. High heritability with high genetic advance as percent of mean observed for plant height and head diameter of 100 ppm, 200 ppm and 300 ppm of SCG 62 and results are lined with Kumar et al., (2011 ), Mahmoud (2012 and Sudrik et al., (2014) in sunflower which creates ample scope for selection. Same treatments exhibits high heritability with moderate genetic advance as percent of mean for hull content and these results are concurred with Kalukhe et al., (2010) in sunflower. The treatments 100 ppm and 300 ppm of EC 625693 showed high heritability and high genetic advance as percent of mean which suggested that improvement of these characters is possible by simple phenotypic selection. These findings confirm the results of Kumar et al., (2011 ), Mahmoud (2012 , Natikar et al., (2013) and Sudrik et al., (2014) in sunflower.
Seed yield per plant showed high genotypic and phenotypic coefficient of variation for most of treatments and high heritability coupled with high genetic advance as percent of mean by 200 ppm and 300 ppm of SCG 62 indicated the presence of additive gene action and it can be improved by simple phenotypic selection. Similar reports in sunflower earlier published by Kumar et al., (2011) , Makane et al., (2011 ), Natikar et al., (2013 and Sudrik et al., (2014) .
In general, the mutagenic treatments had an adverse effect on the means of various characters. The study showed that the sodium azide treatments of 100 ppm was found more effective for developing desirable variability in 100 grain weight, seed filling percentage and seed yield per plant, which had high heritability with high genetic advance as percent of mean. Hence, selection for these characters enhances genetic improvement.
